FIGURE 1 

CGGACGCGTGGGACCCATACTTGCTGGTCTGATCCATGCACAAGGCGGGGCTGCTAGGCCTC 
TGTGCCCGGGCTTGGAATTCGGTGCGGATGGCCAGCTCCGGGATGACCCGCCGGGACCCGCT 
CGCAAATAAGGTGGCCCTGGTAACGGCCTCCACCGACGGGATCGGCTTCGCCATCGCCCGGC 
GTTTGGCCCAGGACGGGGCCCATGTGGTCGTCAGCAGCCGGAAGCAGCAGAATGTGGACCAG 
GCGGTGGCCACGCTGCAGGGGGAGGGGCTGAGCGTGACGGGCACCGTGTGCCATGTGGGGAA 
GGCGGAGGACCGGGAGCGGCTGGTGGCCACGGCTGTGAAGCTTCATGGAGGTATCGATATCC 
TAGTCTCCAATGCTGCTGTCAACCCTTTCTTTGGAAGCATAATGGATGTCACTGAGGAGGTG 
TGGGACAAGACTCTGGACATTAATGTGAAGGCCCCAGCCCTGATGACAAAGGCAGTGGTGCC 
AGAAATGGAGAAACGAGGAGGCGGCTCAGTGGTGATCGTGTCTTCCATAGCAGCCTTCAGTC 
CATCTCCTGGCTTCAGTCCTTACAATGTCAGTAAAACAGCCTTGCTGGGCCTGACCAAGACC 
CTGGCCATAGAGCTGGCCCCAAGGAACATTAGGGTGAACTGCCTAGCACCTGGACTTATCAA 
GACTAGCTTCAGCAGGATGCTCTGGATGGACAAGGAAAAAGAGGAAAGCATGAAAGAAACCC 
TGCGGATAAGAAGGTTAGGCGAGCCAGAGGATTGTGCTGGCATCGTGTCTTTCCTGTGCTCT 
GAAGATGCCAGCTACATCACTGGGGAAACAGTGGTGGTGGGTGGAGGAACCCCGTCCCGCCT 
C TGA GGACCGGGAGACAGCCCACAGGCCAGAGTTGGGCTCTAGCTCCTGGTGCTGTTCCTGC 
ATTCACCCACTGGCCTTTCCCACCTCTGCTCACCTTACTGTTCACCTCATCAAATCAGTTCT 
GCCCTGTGAAAAGATCCAGCCTTCCCTGCCGTCAAGGTGGCGTCTTACTCGGGATTCCTGCT 
GTTGTTGTGGCCTTGGGTAAAGGCCTCCCCTGAGAACACAGGACAGGCCTGCTGACAAGGCT 
GAGTCTACCTTGGCAAAGACCAAGATATTTTTTCCTGGGCCACTGGTGAATCTGAGGGGTGA 
TGGGAGAGAAGGAACCTGGAGTGGAAGGAGCAGAGTTGCAAATTAACAGCTTGCAAATGAGG 
TGCAAATAAAATGCAGATGATTGCGCGGCTTTGAAAAAAAAAA 




FIGURE 2 

></usr/seqdb2/sst/DNA/Dnaseqs .min/ss .DNA35672 
xsubunit 1 of 1, 278 aa, 1 stop 
><MW: 29537, pi: 8.97, NX(S/T): 1 

MHKAGLLGLC ARAWNS VRMAS S GMTRRD PL ANKVAL VT AS TDG I G FA I ARRLAQDGAHVWS 
SRKQQNVDQAVATLQGEGLSVTGTVCHVGKAEDRERLVATAVKLHGGIDILVSNAAVNPFFG 
SIMDVTEEWDKTLDI1WKAPALMTKAWPEMEKRGGGSWIVSSIAAFSPSPGFSPY1WSK 
TALLGLTKTLAI ELAPRN I RVNCLAPGL I KTS FSRMLWMDKEKEESMKETLR I RRLGEPEDC 
AGIVSFLrCSEDASYITGETVWGGGTPSRL 

Important features of the protein: 
Signal peptide: 

amino acids 1-15 

N-glycosylation site . 

amino acids 183-186 

N-myristoylation sites. 

amino acids 43-48, 80-85, 191-196, 213-218, 272-277 

Microbodies C- terminal targeting signal. 

amino acids 276-278 



FTGURE 3 

GCGCCCTGAGCTCCGCCTCCGGGCCCGATAGCGGCATCGAGAGCGCCTCCGTCGAGGACCAGGCGGCG 

CAGGGGGCCGGCGGGCGAAAGGAGGATGAGGGGGCGCAGCAGCTGCTGACCCTGCAGAACCAGGTGGC 

GCGGCTGGAGGAGGAGAACCGAGACTTTCTGGCTGCGCTGGAGGACGCCATGGAGCAGTACAAACTGC 

AGAGCGACCGGCTGCGTGAGCAGCAGGAGGAGATGGTGGAACTGCGGCTGCGGTTAGAGCTGGTGCGG 

CCAGGCTGGGGGGGCCTGCGGCTCCTGAATGGCCTGCCTCCCGGGTCCTTTGTGCCTCGACCTCATAC 

AGCCCCCCTGGGGGGTGCCCACGCCCATGTGCTGGGCATGGTGCCGCCTGCCTGCCTCCCTGGAGATG 

AAGTTGGCTCTGAGCAGAGGGGAGAGCAGGTGACAAATGGCAGGGAGGCTGGAGCTGAGTTGCTGACT 

GAGGTGAACAGGCTGGGAAGTGGCTCTTCAGCTGCTTCAGAGGAGGAAGAGGAGGAGGAGGAGCCGCC 

CAGGCGGACCTTACACCTGCGCAGAAATAGGATCAGCAACTGCAGTCAGAGGGCGGGGGCACGCCCAG 

GGAGTCTGCCAGAGAGGAAGGGCCCAGAGCTTTGCCTTGAGGAGTTGGATGCAGCCATTCCAGGGTCC 

AGAGCAGTTGGTGGGAGCAAGGCCCGAGTTCAGGCCCGCCAGGTCCCCCCTGCCACAGCCTCAGAGTG 

GCGGCTGGCCCAGGCCCAGCAGAAGATCCGGGAGCTGGCTATCAACATCCGCATGAAGGAGGAGCTTA 

TTGGCGAGCTGGTCCGCACAGGAAAGGCAGCTCAGGCCCTGAACCGCCAGCACAGCCAGCGTATCCGG 

GAGCTGGAGCAGGAGGCAGAGCAGGTGCGGGCCGAGCTGAGTGAAGGCCAGAGGCAGCTGCGGGAGCT 

CGAGGGCAAGGAGCTCCAGGATGCTGGCGAGCGGTCTCGGCTCCAGGAGTTCCGCAGGAGGGTCGCTG 

CGGCCCAGAGCCAGGTGCAGGTGCTGAAGGAGAAGAAGCAGGCTACGGAGCGGCTGGTGTCACTGTCG 

GCCCAGAGTGAGAAGCGACTGCAGGAGCTCGAGCGGAACGTGCAGCTCATGCGGCAGCAGCAGGGACA 

GCTGCAGAGGCGGCTTCGCGAGGAGACGGAGCAGAAGCGGCGCCTGGAGGCAGAAATGAGCAAGCGGC 

AGCACCGCGTCAAGGAGCTGGAGCTGAAGCATGAGCAACAGCAGAAGATCCTGAAGATTAAGACGGAA 

GAGATCGCGGCCTTCCAGAGGAAGAGGCGCAGTGGCAGCAACGGCTCTGTGGTCAGCCTGGAACAGCA 

GCAGAAGATTGAGGAGCAGAAGAAGTGGCTGGACCAGGAGATGGAGAAGGTGCTACAGCAGCGGCGGG 

CGCTGGAGGAGCTGGGGGAGGAGCTCCACAAGCGGGAGGCCATCCTGGCCAAGAAGGAGGCCCTGATG 

CAGGAGAAGACGGGGCTGGAGAGCAAGCGCCTGAGATCCAGCCAGGCCCTCAACGAGGACATCGTGCG 

AGTGTCCAGCCGGCTGGAGCACCTGGAGAAGGAGCTGTCCGAGAAGAGCGGGCAGCTGCGGCAGGGCA 

GCGCCCAGAGCCAGCAGCAGATCCGCGGGGAGATCGACAGCCTGCGCCAGGAGAAGGACTCGCTGCTC 

AAGCAGCGCCTGGAGATCGACGGCAAGCTGAGGCAGGGGAGTCTGCTGTCCCCCGAGGAGGAGCGGAC 

GCTGTTCCAGTTGGATGAGGCCATCGAGGCCCTGGATGCTGCCATTGAGTATAAGAATGAGGCCATCA 

CATGCCGCCAGCGGGTGCTTCGGGCCTCAGCCTCGTTGCTGTCCCAGTGCGAGATGAACCTCATGGCC 

AAGCTCAGCTACCTCTCATCCTCAGAGACCAGAGCCCTCCTCTGCAAGTATTTTGACAAGGTGGTGAC 

GCTCCGAGAGGAGCAGCACCAGCAGCAGATTGCCTTCTCGGAACTGGAGATGCAGCTGGAGGAGCAGC 

AGAGGCTGGTGTACTGGCTGGAGGTGGCCCTGGAGCGGCAGCGCCTGGAGATGGACCGCCAGCTGACC 

CTGCAGCAGAAGGAGCACGAGCAGAACATGCAGCTGCTCCTGCAGCAGAGTCGAGACCACCTCGGTGA 

AGGGTTAGCAGACAGCAGGAGGCAGTATGAGGCCCGGATTCAAGCTCTGGAGAAGGAACTGGGCCGTT 

ACATGTGGATAAACCAGGAACTGAAACAGAAGCTCGGCGGTGTGAACGCTGTAGGCCACAGCAGGGGT 

GGGGAGAAGAGGAGCCTGTGCTCGGAGGGCAGACAGGCTCCTGGAAATGAAGATGAGCTCCACCTGGC 

ACCCGAGCTTCTCTGGCTGTCCCCCCTCACTGAGGGGGCCCCCCGCACCCGGGAGGAGACGCGGGACT 

TGGTCCACGCTCCGTTACCCTTGACCTGGAAACGCTCGAGCCTGTGTGGTGAGGAGCAGGGGTCCCCC 

GAGGAACTGAGGCAGCGGGAGGCGGCTGAGCCCCTGGTGGGGCGGGTGCTTCCTGTGGGTGAGGCAGG 

CCTGCCCTGGAACTTTGGGCCTTTGTCCAAGCCCCGGCGGGAACTGCGACGAGCCAGCCCGGGGATGA 

TTGATGTCCGGAAAAACCCCCTGTAAGCCCTCGGGGCAGACCCTGCCTTGGAGGGAGACTCCGAGCCT 

GCTGAAAGGGGCAGCTGCCTGTTTTGCTTCTGTGAAGGGCAGTCCTTACCGCACACCCTAAATCCAGG 

CCCTCATCTGTACCCTCACTGGGATCAACAAATTTGGGCCATGGCCCAAAAGAACTGGACCCTCATTT 

AACAAAATAATATGCAAATTCCCACCACTTACTTCCATGAAGCTGTGGTACCCAATTGCCGCCTTGTG 

TCTTGCTCGAATCTCAGGACAATTCTGGTTTCAGGCGTAAATGGATGTGCTTGTAGTTCAGGGGTTTG 

GCCAAGAATCATCACGAAAGGGTCGGTGGCAACCAGGTTGTGGTTTAAATGGTCTTATGTATATAGGG 

GAAACTGGGAGACTTTAGGATCTTAAAAAACCATTTAATAAAAAAAAATCTTTGAAGGGAC 



• # 

FIGURE4 



</usr/seqdb2/sst/DNA/Dnaseqs.rain/ss.DNA47465 

<subunit 1 of 1, 830 aa, 1 stop 
<MW: 95029, pi: 8.26, NX(S/T): 2 

MEQYKLQSDRLREQQEEMVELRLRLELVRPGWGGLRLLNGLPPGSFVPRPHTAPLGGAHAHV 

LGMVPPACLPGDEVGSEQRGEQVTNGREAGAELLTEVNRLGSGSSAASEEEEEEEEPPRRTL 

HLRRNRISNCSQRAGARPGSLPERKGPELCLEELDAAIPGSRAVGGSKARVQARQVPPATAS 

EWRLAQAQQKIRELAINIRMKEELIGELVRTGKAAQALNRQHSQRIRELEQEAEQVRAELSE 

GQRQLRELEGKELQDAGERSRLQEFRRRVAAAQSQVQVLKEKKQATERLVSLSAQSEKRLQE 

LERNVQLMRQQQGQLQRRLREETEQKRRLEAEMSKRQHRVKELELKHEQQQKILKIKTEEIA 

AFQRKRRSGSNGSWSLEQQQKIEEQKKWLDQEMEKVLQQRRALEELGEELHKREAILAKKE 

ALMQEKTGLESKRLRSSQALNEDIVRVSSRLEHLEKELSEKSGQLRQGSAQSQQQIRGEIDS 

LRQEKDSLLKQRLEIDGKLRQGSLLSPEEERTLFQLDEAIEALDAAIEYKNEAITCRQRVLR 

ASASLLSQCEMNLMAKLSYLSSSETRALLCKYFDKWTLREEQHQQQIAFSELEMQLEEQQR 

LVYWLEVALERQRLEMDRQLTLQQKEHEQNMQLLLQQSRDHLGEGLADSRRQYEARIQALEK 

ELGRYMWINQELKQKLGGVNAVGHSRGGEKRSLCSEGRQAPGNEDELHLAPELLWL.SPLTEG 

APRTREETRDLVHAPLPLTWKRSSLCGEEQGSPEELRQREAAEPLVGRVLPVGEAGLPWNFG 

PLSKPRRELRRASPGMIDVRKNPL 



Important features: 
Leucine zipper pattern. 

amino acids 557-579, 794-815 



N-glycosylation sites. 

amino acids 133-136, 383-386 

Kinesin related protein Kif-4 Coiled-coil domain: 

amino acids 231-672 



FIGURED 

ATTCTCCTAGAGCATCTTTGGAAGCATGAGGCCACGATGCTGCATCTTGGCTCTTGTCTGCT 

GGATAACAGTCTTCCTCCTCCAGTGTTCAAAAGGAACTACAGACGCTCCTGTTGGCTCAGGA 

CTGTGGCTGTGCCAGCCGACACCCAGGTGTGGGAACAAGATCTACAACCCTTCAGAGCAGTG 

CTGTTATGATGATGCCATCTTATCCTTAAAGGAGACCCGCCGCTGTGGCTCCACCTGCACCT 

TCTGGCCCTGCTTTGAGCTCTGCTGTCCCGAGTCTTTTGGCCCCCAGCAGAAGTTTCTTGTG 

AAGTTGAGGGTTCTGGGTATGAAGTCTCAGTGTCACTTATCTCCCATCTCCCGGAGCTGTAC 

CAGGAACAGGAGGCACGTCCTGTACCCATAAAAACCCCAGGCTCCACTGGCAGACGGCAGAC 

AAGGGGAGAAGAGACGAAGCAGCTGGACATCGGAGACTACAGTTGAACTTCGGAGAGAAGCA 

ACTTGACTTCAGAGGGATGGCTCAATGACATAGCTTTGGAGAGGAGCCCAGCTGGGGATGGC 

CAGACTTCAGGGGAAGAATGCCTTCCTGCTTCATCCCCTTTCCAGCTCCCCTTCCCGCTGAG 

AGCCACTTTCATCGGCAATAAAATCCCCCACATTTACCATCT 




FTOTIRE 6 



></usr/seqdb2/sst/DNA/Dnaseqs . f ull/ss . DNA57700 
xsubunit 1 of 1, 125 aa, 1 stop 
><MW: 14198, pi: 9.01, NX(S/T): 1 

MRPRCCILALVCWITVFLLQCSKGTTDAPVGSGLWLCQPTPRCGNKIYNPSEQCCYDDAILS 
LKETRRCGSTCTFWPCFELCCPESFGPQQKFLVKLRVLGMKSQCHLSPISRSCTRNRRHVLYP 

Important features: 
Signal sequence 

amino acids 1-21 

N-myristoylation sites. 

amino acids 33-39, 70-76 



FIGURE 7 

CCCACGCGTCCGCCCACGCGTCCGGGTGCCACTCGCGCGCCGGCCGCGCTCCGGGCTTCTCT 

TTTCCCTCCGACGCGCCACGGCTGCCCAGACATTCCGGCTGCCGGGTCTGGAGAGCTCCCCG 

AACCCCTCCGCGGAGAGGAGCGAGGCGGCGCCAGGGTGGCCCCCGGGGCGCGCTTGGTCTCG 

GAGAAGCGGGGACGAGGCCGGAGGATGAGCGACTGAGGGCGACGCGGGCACTGACGCGAGTT 

GGGGCCGCGACTACCGGCAGCTGACAGCGCGATGAGCGACTCCCCAGAGACGCCCTAGCCCG 

GTGTGCGCGCCAGGCGGAGCGCGCAGGTGGGGCTGGGCTGTTAGTGGTCCGCCCCACGCGGG 

TCGCCGGCCGGCCCAGGATGGGCGCTGGCAACCCGGGCCCGCGCCCGCCGCTGCTACCCCTG 

CGCCCGCTGCGAGCCCGGCGTCCGGCCCGCGCCCTGCGCTCATGGACGGCGGCTCCCGGCTG 

GCGGCGGCGCGCCCCCGGGCTGTGAATGCGACTCGCCCCTCGGCCGCGCTCCCCGCCCGCCC 

GCCCGCCGGGACGTGGTAGGGGATGCCCAGCTCCACTGCGATGGCAGTTGGCGCGCTCTCCA 

GTTCCCTCCTGGTCACCTGCTGCCTGATGGTGGCTCTGTGCAGTCCGAGCATCCCGCTGGAG 

AAGCTGGCCCAGGCACCAGAGCAGCCGGGCCAGGAGAAGCGTGAGCACGCCACTCGGGACGG 

CCCGGGGCGGGTGAACGAGCTCGGGCGCCCGGCGAGGGACGAGGGCGGCAGCGGCCGGGACT 

GGAAGAGCAAGAGCGGCCGTGGGCTCGCCGGCCGTGAGCCGTGGAGCAAGCTGAAGCAGGCC 

TGGGTCTCCCAGGGCGGGGGCGCCAAGGCCGGGGATCTGCAGGTCCGGCCCCGCGGGGACAC 

CCCGCAGGCGGAAGCCCTGGCCGCAGCCGCCCAGGACGCGATTGGCCCGGAACTCGCGCCCA 

CGCCCGAGCCACCCGAGGAGTACGTGTACCCGGACTACCGTGGCAAGGGCTGCGTGGACGAG 

AGCGGCTTCGTGTACGCGATCGGGGAGAAGTTCGCGCCGGGCCCCTCGGCCTGCCCGTGCCT 

GTGCACCGAGGAGGGGCCGCTGTGCGCGCAGCCCGAGTGCCCGAGGCTGCACCCGCGCTGCA 

TCCACGTCGACACGAGCCAGTGCTGCCCGCAGTGCAAGGAGAGGAAGAACTACTGCGAGTTC 

CGGGGCAAGACCTATCAGACTTTGGAGGAGTTCGTGGTGTCTCCATGCGAGAGGTGTCGCTG 

TGAAGCCAACGGTGAGGTGCTATGCACAGTGTCAGCGTGTCCCCAGACGGAGTGTGTGGACC 

CTGTGTACGAGCCTGATCAGTGCTGTCCCATCTGCAAAAATGGTCCAAACTGCTTTGCAGAA 

ACCGCGGTGATCCCTGCTGGCAGAGAAGTGAAGACTGACGAGTGCACCATATGCCACTGTAC 

TTATGAGGAAGGCACATGGAGAATCGAGCGGCAGGCCATGTGCACGAGACATGAATGCAGGC 

AAATGTAGACGCTTCCCAGAACACAAACTCTGACTTTTTCTAGAACATTTTACTGATGTGAA 

CATTCTAGATGACTCTGGGAACTATCAGTCAAAGAAGACTTTTGATGAGGAATAATGGAAAA 

TTGTTGGTACTTTTCCTTTTCTTGATAACAGTTACTACAACAGAAGGAAATGGATATATTTC 

AAAACATCAACAAGAACTTTGGGCATAAAATCCTTCTCTAAATAAATGTGCTATTTTCACAG 

TAAGTACACAAAAGTACACTATTATATATCAAATGTATTTCTATAATCCCTCCATTAGAGAG 

CTTATATAAGTGTTTTCTATAGATGCAGATTAAAAATGCTGTGTTGTCAACCGTCAAAAAAA 

AAAAAAAAAAAAAAAAAAAA 



FIGURE 8 

></usr/seqdb2/sst/DNA/Dnaseqs.min/ss.DNA68818 

xsubunit 1 of 1, 325 aa, 1 stop 
><MW: 35296, pi: 5.37, NX(S/T): 0 

MPSSTAMAVGALSSSLLVTCCLMVALCSPS I PLEKLAQAPEQPGQEKREHATRDGPGRVNEIj 
GRPARDEGGSGRDWKSKSGRGLAGREPWSKLKQAWVSQGGGAKAGDLQVRPRGDTPQAEALA 
AAAQDAIGPELAPTPEPPEEYVYPDYRGKGCVDESGFVYAIGEKFAPGPSACPCLCTEEGPL 
CAQPECPRLHPRCIHVDTSQCCPQCKERKNYCEFRGKTYQTLEEFWSPCERCRCEANGEVL 
CTVSACPQTECVDPVYEPDQCCPICKNGPNCFAETAVIPAGREVKTDECTICHCTYEEGTWR 

I ERQAMCTRHECRQM 

Important features of the protein: 
Signal peptide: 

amino acids 1-27 

Transmembrane domain: 

amino acids 11-30 

Glycosaminoglycan attachment site. 

amino acids 80-83 

N-myristoylation sites. 

amino acids 10-15, 102-107, 103-108 

Cell attachment sequence. 

amino acids 114-117 



EGF-like domain cysteine pattern signature. 

amino acids 176-187 



FTfflIRE 9 

CAGCCACAGACGGGTCATGAGCGCGGTATTACTGCTGGCCCTCCTGGGGTTCATCCTCCCAC 

TGCCAGGAGTGCAGGCGCTGCTCTGCCAGTTTGGGACAGTTCAGCATGTGTGGAAGGTGTCC 

GACCTACCCCGGCAATGGACCCCTAAGAACACCAGCTGCGACAGCGGCTTGGGGTGCCAGGA 

CACGTTGATGCTCATTGAGAGCGGACCCCAAGTGAGCCTGGTGCTCTCCAAGGGCTGCACGG 

AGGCCAAGGACCAGGAGCCCCGCGTCACTGAGCACCGGATGGGCCCCGGCCTCTCCCTGATC 

TCCTACACCTTCGTGTGCCGCCAGGAGGACTTCTGCAACAACCTCGTTAACTCCCTCCCGCT 

TTGGGCCCCACAGCCCCCAGCAGACCCAGGATCCTTGAGGTGCCCAGTCTGCTTGTCTATGG 

AAGGCTGTCTGGAGGGGACAACAGAAGAGATCTGCCCCAAGGGGACCACACACTGTTATGAT 

GGCCTCCTCAGGCTCAGGGGAGGAGGCATCTTCTCCAATCTGAGAGTCCAGGGATGCATGCC 

CCAGCCAGGTTGCAACCTGCTCAATGGGACACAGGAAATTGGGCCCGTGGGTATGACTGAGA 

ACTGCAATAGGAAAGATTTTCTGACCTGTCATCGGGGGACCACCATTATGACACACGGAAAC 

TTGGCTCAAGAACCCACTGATTGGACCACATCGAATACCGAGATGTGCGAGGTGGGGCAGGT 

GTGTCAGGAGACGCTGCTGCTCATAGATGTAGGACTCACATCAACCCTGGTGGGGACAAAAG 

GCTGCAGCACTGTTGGGGCTCAAAATTCCCAGAAGACCACCATCCACTCAGCCCCTCCTGGG 

GTGCTTGTGGCCTCCTATACCCACTTCTGCTCCTCGGACCTGTGCAATAGTGCCAGCAGCAG 

CAGCGTTCTGCTGAACTCCCTCCCTCCTCAAGCTGCCCCTGTCCCAGGAGACCGGCAGTGTC 

CTACCTGTGTGCAGCCCCTTGGAACCTGTTCAAGTGGCTCCCCCCGAATGACCTGCCCCAGG 

GGCGCCACTCATTGTTATGATGGGTACATTCATCTCTCAGGAGGTGGGCTGTCCACCAAAAT 

GAGCATTCAGGGCTGCGTGGCCCAACCTTCCAGCTTCTTGTTGAACCACACCAGACAAATCG 

GGATCTTCTCTGCGCGTGAGAAGCGTGATGTGCAGCCTCCTGCCTCTCAGCATGAGGGAGGT 

GGGGCTGAGGGCCTGGAGTCTCTCACTTGGGGGGTGGGGCTGGCACTGGCCCCAGCGCTGTG 

GTGGGGAGTGGTTTGCCCTTCCTGCTAACTCTATTACCCCCACGATTCTTCACCGCTGCTGA 

CCACCCACACTCAACCTCCCTCTGACCTCATAACCTAATGGCCTTGGACACCAGATTCTTTC 

CCATTCTGTCCATGAATCATCTTCCCCACACACAATCATTCATATCTACTCACCTAACAGCA 

ACACTGGGGAGAGCCTGGAGCATCCGGACTTGCCCTATGGGAGAGGGGACGCTGGAGGAGTG 

GCTGCATGTATCTGATAATACAGACCCTGTCCTTTCA 



FTGIJRE 10 

></usr/seqdb2/sst/DNA/Dnaseqs.min/ss.DNA59847 

xsubunit 1 of 1, 437 aa, 1 stop 
><MW: 46363, pi: 6.22, NX(S/T): 3 

MSAVLLLALLGFILPLPGVQALLCQFGTVQHWKVSDLPRQWTPKNTSCDSGLGCQDTLMLI 
ESGPQVSLVLSKGCTEAKDQEPRVTEHRMGPGLSLISYTFVCRQEDFCNNLVNSLPLWAPQP 
PADPGSLRCPVCLSMEGCLEGTTEEICPKGTTHCYDGLLRLRGGGIFSNLRVQGCMPQPGCN 
LLNGTQEIGPVGMTENCNRKDFLTCHRGTTIMTHGNLAQEPTDWTTSNTEMCEVGQVCQETL 
LLIDVGLTSTLVGTKGCSTVGAQNSQKTTIHSAPPGVLVASYTHFCSSDLCNSASSSSVLLN 
SLPPQAAPVPGDRQCPTCVQPLGTCSSGSPRMTCPRGATHCYDGYIHLSGGGLSTKMSIQGC 
VAQPSSFLLNHTRQIGIFSAREKRDVQPPASQHEGGGAEGLESLTWGVGLALAPALWWGWCPSC 

Important features of the protein: 
Signal peptide: 

amino acids 1-15 

Transmembrane domain : 

amino acids 243-260 

N-glycosylation sites. 

amino acids 46-49, 189-192, 382-385 

Glycosaminoglycan attachment sites. 

amino acids 51-54, 359-362 

N-myristoylation sites. 

amino acids 54-59, 75-80, 141-146, 154-159, 168-173, 169-174, 

198-203, 254-259, 261-266, 269-274, 284-289, 333-338, 347-352, 

360-365, 361-366, 388-393, 408-413, 419-424 



FIGURE11 



CGACGATGCTACGCGCGCCCGGCTGCCTCCTCCGGACCTCCGTAGCGCCTGCCGCGGCCCTG 

GCTGCGGCGCTGCTCTCGTCGCTTGCGCGCTGCTCTCTTCTAGAGCCGAGGGACCCGGTGGC 

CTCGTCGCTCAGCCCCTATTTCGGCACCAAGACTCGCTACGAGGATGTCAACCCCGTGCTAT 

TGTCGGGCCCCGAGGCTCCGTGGCGGGACCCTGAGCTGCTGGAGGGGACCTGCACCCCGGTG 

CAGCTGGTCGCCCTCATTCGCCACGGCACCCGCTACCCCACGGTCAAACAGATCCGCAAGCT 

GAGGCAGCTGCACGGGTTGCTGCAGGCCCGCGGGTCCAGGGATGGCGGGGCTAGTAGTACCG 

GCAGCCGCGACCTGGGTGCAGCGCTGGCCGACTGGCCTTTGTGGTACGCGGACTGGATGGAC 

GGGCAGCTAGTAGAGAAGGGACGGCAGGATATGCGACAGCTGGCGCTGCGTCTGGCCTCGCT 

CTTCCCGGCCCTTTTCAGCCGTGAGAACTACGGCCGCCTGCGGCTCATCACCAGTTCCAAGC 

ACCGCTGCATGGATAGCAGCGCCGCCTTCCTGCAGGGGCTGTGGCAGCACTACCACCCTGGC 

TTGCCGCCGCCGGACGTCGCAGATATGGAGTTTGGACCTCCAACAGTTAATGATAAACTAAT 

GAGATTTTTTGATCACTGTGAGAAGTTTTTAACTGAAGTAGAAAAAAATGCTACAGCTCTTT 

ATCACGTGGAAGCCTTCAAAACTGGACCAGAAATGCAGAACATTTTAAAAAAAGTTGCAGCT 

ACTTTGCAAGTGCCAGTAAATGATTTAAATGCAGATTTAATTCAAGTAGCCTTTTTCACCTG 

TTCATTTGACCTGGCAATTAAAGGTGTTAAATCTCCTTGGTGTGATGTTTTTGACATAGATG 

ATGCAAAGGTATTAGAATATTTAAATGATCTGAAACAATATTGGAAAAGAGGATATGGGTAT 

ACTATTAACAGTCGATCCAGCTGCACCTTGTTTCAGGATATCTTTCAGCACTTGGACAAAGC 

AGTTGAACAGAAACAAAGGTCTCAGCCAATTTCTTCTCCAGTCATCCTCCAGTTTGGTCATG 

CAGAGACTCTTCTTCCACTGCTTTCTCTCATGGGCTACTTCAAAGACAAGGAACCCCTAACA 

GCGTACAATTACAAAAAACAAATGCATCGGAAGTTCCGAAGTGGTCTCATTGTACCTTATGC 

CTCGAACCTGATATTTGTGCTTTACCACTGTGAAAATGCTAAGACTCCTAAAGAACAATTCC 

GAGTGCAGATGTTATTAAATGAAAAGGTGTTACCTTTGGCTTACTCACAAGAAACTGTTTCA 

TTTTATGAAGATCTGAAGAACCACTACAAGGACATCCTTCAGAGTTGTCAAACCAGTGAAGA 

ATGTGAATTAGCAAGGGCTAACAGTACATCTGATGAACTATGAGTAACTGAAGAACATTTTT 

AATTCTTTAGGAATCTGCAATGAGTGATTACATGCTTGTAATAGGTAGGCAATTCCTTGATT 

ACAGGAAGCTTTTATATTACTTGAGTATTTCTGTCTTTTCACAGAAAAACATTGGGTTTCTC 

TCTGGGTTTGGACATGAAATGTAAGAAAAGATTTTTCACTGGAGCAGCTCTCTTAAGGAGAA 

ACAAATCTATTTAGAGAAACAGCTGGCCCTGCAAATGTTTACAGAAATGAAATTCTTCCTAC 

TTATATAAGAAATCTCACACTGAGATAGAATTGTGATTTCATAATAACACTTGAAAAGTGCT 

GGAGTAACAAAATATCTCAGTTGGACCATCCTTAACTTGATTGAACTGTCTAGGAACTTTAC 

AGATTGTTCTGCAGTTCTCTCTTCTTTTCCTCAGGTAGGACAGCTCTAGCATTTTCTTAATC 

AGGAATATTGTGGTAAGCTGGGAGTATCACTCTGGAAGAAAGTAACATCTCCAGATGAGAAT 

TTGAAACAAGAAACAGAGTGTTGTAAAAGGACACCTTCACTGAAGCAAGTCGGAAAGTACAA 

TGAAAATAAATATTTTTGGTATTTATTTATGAAATATTTGAACATTTTTTCAATAATTCCTT 

TTTACTTCTAGGAAGTCTCAAAAGACCATCTTAAATTATTATATGTTTGGACAATTAGCAAC 

AAGTCAGATAGTTAGAATCGAAGTTTTTCAAATCCATTGCTTAGCTAACTTTTTCATTCTGT 

CACTTGGCTTCGATTTTTATATTTTCCTATTATATGAAATGTATCTTTTGGTTGTTTGATTT 

TTCTTTCTTTCTTTGTAAATAGTTCTGAGTTCTGTCAAATGCCGTGAAAGTATTTGCTATAA 

TAAAGAAAATTCTTGTGACTTTAAAAAAAAA 



FTGTJRE 12 

></usr/seqdb2/sst/DNA/Dnaseqs.min/ss.DNA76400 
xsubunit 1 of 1 , 487 aa, 1 stop 
><MW: 55051, pi: 8.14, NX(S/T): 2 

MLRAPGCLLRTS VAPAAALAAALLS S LARC SLLE PRDP VAS S LS P YFGTKTRYEDVNPVLLS 
GPEAPWRDPELLEGTCTPVQLVALIRHGTRYPTVKQIRKLRQLHGLLQARGSRDGGASSTGS 
RDLGAALADWPLWYADWMDGQLVEKGRQDMRQLALRLASLFPALFSRENYGRLRLITSSKHR 
CMDSSAAFLQGLWQHYHPGLPPPDVADMEFGPPTVNDKLMRFFDHCEKFLTEVEKNATALYH 
VEAFKTGPEMQNILKKVAATLQVPVNDLNADLIQVAFFTCSFDLAIKGVKSPWCDVFDIDDA 
KVLEYLNDLKQYWKRGYGYTINSRSSCTLFQDIFQHLDKAVEQKQRSQPISSPVILQFGHAE 
TLLPLLSLMGYFKDKEPLTAYNYKKQMHRKFRSGLIVPYASNLIFVLYHCENAKTPKEQFRV 
QMLLNEKVLPLAYSQETVSFYEDLKNHYKDILQSCQTSEECELARANSTSDEL 

Important features: 
Signal sequence 

amino acids 1-3 0 

N-glycosylation sites. 

amino acids 242-246, 481-485 

N-myristoylation sites. 

amino acids 107-113, 113-119, 117-123, 118-124, 128-134 



Endoplasmic reticulum targeting sequence. 

amino acids 484-489 



FTOURE 13 



r'l-r 1 nr'Tar'aapr'CGCGCCGCGCTGCCGCTGGCCCCTCAGCAACCCTCGACATGGCGCTGAGGCGGCCACCGCGAC 

?ccggSctccgc?cg^ 

^^naaTrrArrAATCGAACCCCAGTGGTACAGGAATTTGAAAGTGTGGAACTGTCTTGCATCATTACGGATTCGC 
S^GTGAC^^ 

Sc^gIgaSScgggtcgtgcag^ 



CAGCCCTTTATCGCTGTGAGGTCGTTGCTCGAAATGACCGCAAGGAAATTGATGAGATTGTGATCGAGTTAA 
CTGTGCAAGTGAAGCCAGTGACCCCTGTCTGTi . ._ _ TGGTATCGCAATGATGTACCACTGCCCACGGATT 



^CAA^G^ 

ACTGCCAGGAGAGTGAGGGCCACCCCCGGCCTCACTACAGCT 



CCAGA 
TTGi 
AGA 



GCCAATCCCAGATTTCGCAATTCTTCTTTCCACTTAAACTCTGAAACAGGCACTTTGGTGTTCACTGCTG 
T-TCAPAAGG^CGA^^^TGGGCAGTACTACTGCATTGCTTCCAATGACGCAGGCTCAGCCAGGTGTGAGGAGCAGG 

^gg^SSacSg^ 

Tr'arrTT^rCCATCTGCTGTGCATACAGACGTGGCTACTTCATCAACAATAAACAGGATGGAGAAAGTTACAAGA 

acccagggaaaccagatggs^tta^^tacatccgcactgacgagga 

TGATCTGAGACCCGCGGTGTGGCTGAGAGCGCACAGAGCGCACGTGCACATACCTCTGCTAGAAACTCCTG 
rSIrSAGCTGATGCACTCGGACAGAGCTAGACACTCATTCAGAAGCTTTTCGTTTTGGCCAAAGTTGACCA 

S A ctcSS?aSSaacaIS 

GGAAGCGfiAACTGGGTGCGTTCACTGAGTTG 

gSS^gagStgctcacgtaaacgcccgtgctgggccctgtg^ 

GTGATCTTAAAGAG 1w.1v. - 3GCTGGACA GCACCAGCAGCGCATCCCGGCGGGAACCCA 



CAGCAGCCACGACAGCACCATGTGAGATGGCGAGGTGG 

~cc 

GTAAATTGGTTGCTGGAAGAGGGATCTTGCCTGAGGAACCCTGCTTGTCCAACAGGGTGTCAGGATTTAAGGAAA 



GAAAAGGCTTCTTACACAGCAGCCTTACTTCATCGGCCCACAGACACCACCGC 
TGATCGGTGTTGCAGTGTCCATTGTGGAGAAGCTTTTTGGATCAG 



\G C ATTTTGT AAAAAC AAC C AAAATC AG G AAG 



rGAAATATGCTTTTCTATGGGTCTTGTTTATTTTATAAAATTT 
AAG1 

TGG AAAATAT CAATAATT AAG AGT ATTTTACC C AAG 



ACCTTCGTCTTAGGCTAAGTCTGAAATGGTACTC 
TACATC 

, m^mrmv T\ TV rrTV T\ PPTTiTTTTTTT A A A.AAA< 

\GGAATCCTCTCATGGAAGTTTACTGTGATGTTCCTTTTCT 



rCTAAATTTTTGCTAAGGATGTATTTTGATTATTGAAAAGAAAATTTCTATTTAAACTGTAAATATAT 



ACTGTCTACACATCAGACCATAGTTGCTTAGGAAACCTT 
\TCTCTTCAAAAGAAACCTCTCAGGTTAGCTTTGAACT 



CACACAAGTTTTAGCCTTTTTCACAAGGGAACTCAT. 

CAT< 

rCCTGAGATGACTAGGACAGTCTGTACCCAGAGGCCACCCAGAAGCCCTCAGATGTACATACACAGATG 

^GCTCTA 

3 CCATCCTTGGGCCCTGGCAGTGGCTGTGTCCCAGTGAGCTTTACTCACGTGGCCCTTGCTTCATCCAGCACAGC 



TAAAAATTCCAGTTAAGCAATGTTGAAATCAGTTTGCA1 

GCCTCTTCCTG 
CCAGTCAGCTC 
GCCATCCTTGG 
TCTCAGGTGGG 

TTTTGGTTATG^ .1 — • • ■ ' - TGTC AAGTACAATAACATTTTTAAAAGAAAATGGAT 



GGGCACTGCAGGGACACTGGTGTCTTCCATGTAGCGTCCCAGCTTTGGGCTCCTGTAACAGACCTCT 

3 GGA tSctc1caaaatagggcc 



TCTCAGGT 
TTTTGGTT. 

AAGATTGTCTAAGGCCAAAGGCAATTGCGAAATCAAGTCT 1 



C^CACTGTTCCTCTTTGCCACAGAGAAAGCACCCAGACGCCACAGGCTCTGTCGCATTTCAAAACAAACCATGAT 
^^^^rrArTrrarCCTTTTAAAGAACGTCAGGTGGAGCAGCCAGGTGAAAGGCCTGGCGGGGAGGAAAG 

?gaaIcgcc?gS?caaa?gcI^ 

rrrCTGCTGGACTCAGGACTGAAGTGCTGTAAAGCAAGGAGCTGCTGAGAAGGAGCACTCCACTGTGTGCCTGGA 
G^TGGCTCTCACTACTCACC 

gI^tgctcca^^^ 

CC^I?cSScCACcSgGTAGAGAGGGATGGCTCCCCACC 

^TAGTGATAGGGTAGCCTTATTGCCCCCTCTTCTTATACCCTAAAACCTTCTACACTAGTGCCA . 

tgggaaccaggtSgaaaaagtagagagaagtgaaagtagagtctgggaagtagctgcctata^^ 



TCTTGGTTG 



cggaaaaggaatactcgtgtattttaagatatgaatgtgact^^ 

GCCTTT^GA^^GATGTTGCTGTACACAGATGCTACAGACTTGTACTAACACACCGTAATTTGGCATTTGTTT7W\C 
CTCATTTATAAAAGCTTCAAAAAAACCCA 



FIGURE 14 

></usr/seqdb2/sst/DNA/Dnaseqs.min/ss.DNA77624 

xsubunit 1 of 1, 310 aa, 1 stop 
><MW: 35020, pi: 7.90, NX (S/T) : 3 

MALRRPPRLRLCARLPDFFLLLLFRGCLIGAVNLKSSNRTPWQEFESVELSCIITDSQTSD 
PRIEWKKIQDEQTTYVFFDNKIQGDLAGRAEILGKTSLKIWNVTRRDSALYRCEWARNDRK 
EIDEIVIELTVQVKPVTPVCRVPKAVPVGKMATLHCQESEGHPRPHYSWYRNDVPLPTDSRA 
NPRFRNSSFHLNSETGTLVFTAVHKDDSGQYYCIASNDAGSARCEEQEMEVYDLNIGGIIGG 
VLVVLAVLAIjITLGICCAYRRGYFINNKQDGESYKNPGKPDGVNYIRTDEEGDFRHKSSFVI 



Important features of the protein: 
Signal peptide: 

amino acids 1-30 

Transmembrane domain : 

amino acids 243-263 

N-glycosylation sites. 

amino acids 104-107, 192-195 

CAMP- and cGMP-dependent protein kinase phosphorylation site. 

amino acids 107-110 

Casein kinase II phosphorylation site. 

amino acids 106-109, 296-299 

Tyrosine kinase phosphorylation site. 

amino acids 69-77 

N-myristoylation sites. 

amino acids 26-31, 215-220, 226-231, 243-248, 244-249, 262-267 



FIGUREJ1 



CAGGACCAGGTCTTCCTACGCTGGAGCAGCGGGGAGAW 

ATCCTGCTGACGCTGGGCCCGCCTCGAGCCGACGACAGCGA^^^^ 

GAGAAGCCACTGCCCACCGCCTTCCTGGTGGACACATCGGAGGAGGCG^TC 

CGCATGATCCGTTCTGAGGTGCTCCGCCTGGTG^ 

TTCGTGCAGTCGTTTGGCATCCCCGTGTCCAGCATGAGCAAACTCCTCCAGTT 
GACCCCCAGACTCTGGAGCAGAACATCATG^^^^^ 

GGCGCCTCCGGAGGCCAGACTTTCCACTCCTTGCTCACAGCCTC^ 

CCCAAACCAAAGAGCAGCCCAGAGCAGCCCATAGGCCA^ 

GGCCCTGAGGACGACCTGGCTGGCATGTTC^ 

AGTCCCCGCCCCGTGGCCCTCGCCCTGCAGC^ 

GAGGTGCCGGGCATCACGGTGCGTGTCCTGCAGGCCCTCGC^ 

OTGCGAGGGGGGCTCCTGCGC^ 



CGTGCCGTCATCGCCACCCTGAGGTCTGGGGAGCAGTGCAGCGTG 
GGGCTGATC 



CTGGAAATGCTGGACCCCG^ 

•CCGAGTCCTGCTGGGCAAGAGCCGGGA 
•CCATGTTCCTCGCATCTGGCAGGGGCG< 
GCGGGTCCAGGGCCCGGAGCTCATCAGCCTGGTi 



GGCAAAGGTCAGGCCCAGyi^^^^^-^v--^^-------__^ CTGCCTCTCTGGAC 

ACACTGCACCAGTGCATCCGAGTCCTGCTGGGCAAGAGCC 

TTCCTCTGGGC^CTGCATCCATGTTCCTC^GCA 



I 
[ 

c 

< s r ^ttcc :. 5c; < ;cg * ,cac to ™ * - * w v ri'Vl ^^^iq«pqq^gi»tcatccataagtacattacctacaatgcc 



AGCCAGGACGGGGACACAG^^^-^ ^ i :: ^ GGCTGCATCCAGCAGT GGGGAGACAGCGTGCTGGGA 

AGCTGCGGGTGCCCGTGCCTGAGGTCCTA 
GACTCATCCACCGCTTCATCACGCTCCTT 
CCAGCATGGCCTGCCGGAAGCTGGCGGTG 
ITCCTGCACGGCCGCACCCACCTCAACTTC 
•TGGGCCTGCTGGAGCTGCTGCAGCCGCAC 
CCAGGGGGCGCTGTGGGACTGCCTTCTGTCCTTCATCCGCCTGCTGCTGAATTACAGG 



CTGCACAGCG7 



OCGSMACCWWKCTCCCOOOan^^ 



AAGTCCTCCCGCCaTCTaGCTGCCTTCATCMCMGTTTC^ 



r-TrrrGGCCGGCCGCTGGCATCAGGGGCCGTCCAGCAAGCCCTCAT 

ScggcggScccccgggcatggcctgggctggttttgaatg^ 



FIGURE 16 

></usr/seqdb2/sst/DNA/Dnaseqs.min/ss.DNA77631 
xsubunit 1 of 1 , 1029 aa, 1 stop 
><MW: 114213, pi: 6.42, NX(S/T): 0 

MHILWHAMVILLTLGPPRADDSEFQALLDIWFPEEKPLPTAFLVDTSEEALLLPDWLKLRM 
IRSEVLRLVDAALQDLEPQQLLLFVQSFGIPVSSMSKLLQFLDQAVAHDPQTLEQNIMDKNY 
MAHLVEVQHERGASGGQTFHSLLTASLPPRRDSTEAPKPKSSPEQPIGQGRIRVGTQLRVLG 

PEDDLAGMFLQ I F PLS PD PRWQ S S S PRP VALALQQALGQELARWQGS PEVPG I TVRVLQAL 
ATLLSSPHGGALVMSMHRSHFLACPLLRQLCQYQRCVPQDTGFSSLFLKVLLQMLQWLDSPG 
VEGGPLRAQLRMLASQASAGRRLSDVRGGLLRLAEALAFRQDLEWSSTVRAVIATLRSGEQ 
CSVEPDLISKVLQGLIEVRSPHLEELLTAFFSATADAASPFPACKPWWSSLLLQEEEPLA 
GGKPGADGGSLEAVRLGPSSGLLVDWLEMLDPEWSSCPDLQLRLLFSRRKGKGQAQVPSFR 
PYLLTLFTHQSSWPTLHQCIRVLLGKSREQRFDPSASLDFLWACIHVPRIWQGRDQRTPQKR 
REELVLRVQGPELISLVELILAEAETRSQDGDTAACSLIQARLPLLLSCCCGDDESVRKVTE 
HLSGCIQQWGDSVLGRRCRDLLLQLYLQRPELRVPVPEVLLHSEGAASSSVCKLDGLIHRFI 
TLLADTSDSRALENRGADASMACRKLAVAHPLLLLRHLPMIAALLHGRTHLNFQEFRQQNHL 
SCFLHVLGLLELLQPHVFRSEHQGALWDCLLSFIRLLLNYRKSSRHLAAFINKFVQFIHKYI 
TYNAPAAISFLQKHADPLHDLSFDNSDLVMLKSLLAGLSLPSRDDRTDRGLDEEGEEESSAG 
SLPLVSVSLFTPLTAAEMAPYMKRLSRGQTVEDLLEVLSDIDEMSRRRPEILSFFSTNLQRL 
MSSAEECCRNLAFSLALRSMQNSPSIAAAFLPTFMYCLGSQDFEWQTALRNLPEYALLCQE 

HAAVLLHRAFLVGMYGQMDPSAQI SEALRI LHMEAVM 

Important features: 
Signal peptide: 

amino acids 1-16 

CAMP- and cGMP- dependent protein kinase phosphorylation sites. 

amino acids 154-158, 331-335, 616-620, 785-789, 891-895 



N-myristoylation sites • 

amino acids 91-97, 136-142, 224-230, 435-441, 439-445, 443-449, 
665-671, 698-704 



Amidation sites. 

amino acids 329-333, 634-638 



FTGTTRE 17 

CCGGGCCATGCAGCCTCGGCCCCGCGGGCGCCCGCCGCGCACCCGAGGAGATGAGGCTCCGC 
AATGGCACCTTCCTGACGCTGCTGCTCTTCTGCCTGTGCGCCTTCCTCTCGCTGTCCTGGTA 
CGCGGCACTCAGCGGCCAGAAAGGCGACGTTGTGGACGTTTACCAGCGGGAGTTCCTGGCGC 

tccgcgatcSttgcacgcagctgagcaggagagcctcaagcgctccaaggagctcaacctg 

GTGCTGGACGAGATCAAGAGGGCCGTGTCAGAAAGGCAGGCGCTGCGAGACGGAGACGGCAA 

?cgcIcc?ggggccgcctaacagaggacccccgattgaagccgtggaacggc^ 

ACGTGCTGCACCTGCCCACCGTCTTCCATCACCTGCCACACCTGCTGGCCAAGGAGAGCAGT 

ctgcagcccgcggtgcgcgtgggccagggccgcaccggagtgtcggtggtgatgggcatccc 

GAGCGTGGGGCGCGAGGTGCACTCGTACCTGACTGACACTCTGCACTCGCTCATCTCCGAGC 

tgagcccgcaggagaaggaggactcggtcatcgtggtgctgatcgccgagactgactcacag 

TACACTTCGGCAGTGACAGAGAACATCAAGGCCTTGTTCCCCACGGAGATCCATTCTGGGCT 

CCTGGAGGTCATCTCACCCTCCCCCCACTTCTACCCTGACTTCTCCCGCCTCCGAGAGTCCT 

TTGGGGACCCCAAGGAGAGAGTCAGGTGGAGGACCAAACAGAACCTCGATTACT^ 

ATGATGTACGCGCAGTCCAAAGGCATCTACTACGTGCAGCTGGAGGATGACATCGTGGCCAA 

GCCCAACTACCTGAGCACCATGAAGAACTTTGCACTGCAGCAGCCTTCAGAGGACTGGATGA 

TCCTGGAGTTCTCCCAGCTGGGCTTCATTGGTAAGATGTTCAAGTCGCTGGACCTGAGCCTG 

ATTGTAGAGTTCATTCTCATGTTCTACCGGGACAAGCCCATCGACTGGCTCCTGGACCATAT 

TCTGTGGGTGAAAGTCTGCAACCCCGAGAAGGATGCGAAGCACTGTGACCGGCAGAAAGCCA 

IcSgcggatccgcttcaaaccgtccctcttccagcacgtgggcactcactcctcgctggct 

Sgcaagatccagaaactgaaggacaaagactttggaaagcaggcgctgcggaaggagcatgt 

gaac^cSccagcagaggtgagcacgagcctgaagacataccagcacttcaccctggagaaag 

cctacctgcgcgaggacttcttctgggccttcacccctgccgcgggggacttcatccgcttc 

cgcttStccaacctctaagactggagcggttcttcttccgcagtgggaacatcgagcaccc 

ggaggacaagctcttcaacacgtctgtggaggtgctgcccttcgacaaccctcagtcagaca 

aggaggccctgcaggagggccgcaccgccaccctccggtaccctcggagccccgacggctac 

ctccagScggctccttctacaagggagtggcagagggagaggtggacccagccttcggccc 

tctggSgcactgcgcctctcgatccagacggactcccctgtgtgggtgattctgagcgaga 

tcttcctgaaaaaggccgactaagctgcgggcttctgagggtaccctgtggccagccctgaa 

gcccacatttctgggggtgtcgtcactgccgtccccggagggccagatacggccccgcccaa 

agggttctgcctggcgtcgggcttgggccggcctggggtccgccgctggcccggaggcccta 

ggagctggtgctgcccccgcccgccgggccgcggaggaggcaggcggcccccacactgtgcc 

?gaggcccggaaccgttcgcacccggcctgccccagtcaggccgttttagaagagcttttac 

Sgggggcccgccgtctctggcgggaacactggaatgcatatactacttta^ 
ttttattcttggatacatttgattttttcacgtaagtccacatatacttctataagagcgtg 

acttgtaataaagggttaatgaagaaaaaaaaaaaaaaaaaaaaa^ 

AAAAAAAAAAAAAAAA 



# # 

FIGURE 18 



></usr/seqdb2/sst/DNA/Dnaseqs . min/ss . DNA823 07 
xsubunit 1 of 1, 548 aa, 1 stop 
><MW: 63198, pi: 8.10, NX(S/T): 4 

MRLRNGTFLTLLLFCLCAFLSLSWYAALSGQKGDWDVYQREFLALRDRLHAAEQESLKRSK 
ELNLVLDEIKRAVSERQALRDGDGNRTWGRLTEDPRLKPWNGSHRHVLHLPTVFHHLPHLLA 
KESSLQPAVRVGQGRTGVSWMGIPSVRREVHSYLTDTLHSLISELSPQEKEDSVIWLIAE 
TDSQYTSAVTENIKALFPTEIHSGLLEVISPSPHFYPDFSRLRESFGDPKERVRWRTKQNLD 
YCFLMMYAQSKGIYYVQLEDDIVAKPNYLSTMKNFALQQPSEDWMILEFSQLGFIGKMFKSL 
DLSLIVEFILMFYRDKPIDWLLDHILWVKVCNPEKDAKHCDRQKANLRIRFKPSLFQHVGTH 
SSLAGKIQKLKDKDFGKQALRKEHVNPPAEVSTSLKTYQHFTLEKAYLREDFFWAFTPAAGD 
FIRFRFFQPLRLERFFFRSGNIEHPEDKLFNTSVEVLPFDNPQSDKEALQEGRTATLRYPRS 
PDGYLQ I GS F YKGVAEGE VDPAFG PLEALRLS I QTDS PVWV ILSEI FLKKAD 

Important features : 
Signal sequence 

amino acids 1-23 

N-glycosylation sites . 

amino acids 5-9, 87-91, 103-107, 465-469 



N-myristoylation sites . 

amino acids 6-12, 136-142, 370-376, 509-515 



